Comparison of unsupervised and supervised gene selection methods.
Modern machine learning methods based on matrix decomposition techniques like Independent Component Analysis (ICA) provide new and efficient analysis tools which are currently explored to analyze gene expression profiles. These exploratory feature extraction techniques yield informative expression modes (ICA) which are considered indicative of underlying regulatory processes. Their most strongly expressed genes represent marker genes for classification of the tissue samples under investigation. Comparison with supervised gene selection methods based on statistical scores or support vector machines corroborate these findings. The method is applied to macrophages loaded/de-loaded with chemically modified low density lipids.